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140 



421 OOC 1CA GAT AAC TTC GAC ACT OCA AOG ATC AAC CTC OGA AOC AAA OCT CAC GAT ATT AAA 480 

UlC8DXLD8AItMKLGTKAQDZK 160 

III GAC ACA OCT CAA tAC TAC OGA CAG CAA CAT ACA GGT GGT GAC CAT GAC OCT GAC OCT ACT S40 

lilORAQYYGQQBTGGEHDRDRT 180 



Ml GCT OCT OOC CAC CM! ACT ACT TAA 
li:tGGQBTT« 



S64 
188 



FTHURE 5 




FIGURE 6 

J ^^*^r7j.-TOCCCCAATTGCTGACCa^^ 120 



^ ^^^JSltATT^CCCCAATTGCTGACCTCJ^^ 



180 
240 
300 
360 
420 
480 
540 
600 



^I^Utgagctaggcaaai^ 6^0 

^^IcGGCTGOlTC^^ ^20 

780 

f^^.TACACATCTTTTTGATCAATCl^^ 840 
781 TATA* HADTARGTHH DIIGRDO 

ACAAAAAAATG<5CGGATACAGCTAGAGGAACCCATCACGATATCATCGGCAGAGACCA^ 900 
AAWiA^wwp:^ CRDRDOYQMSGRGSDY 

« CCCGATGATGGGCCGAGACCGAGACCAGTACCAGATGTCCGGACGACGATCTGACT^ 960 
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FIGURE 9 

Sequence alignment of the isolated caleosin (this application) with the coding sequence of the 
reported caleosin gene (accession number AF067857). Indicated are the primers GVR979 and GVR980 
used for the polymerase Chain Reaction and the one nucleotide change (position 69). 
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GVR979 



PGR 979/980 
AiClot coding 


T A C C 


A T G G G G T G A A A G A G C G A G A T G A T G G A.G A Q A G A C G C A A T G G C ,T A G G G| 
A' .T G G G G T G A A A G A C G G A O A f G A t G G A G A G A G A C G C A A t G O C A G G G | 






60 


70 






80 


90 




100 


PGR 979/980 
AtCtol coding 


T G G G 
T G G G 


T C C C T A 
T CC C T A 


TGGGCCGGTCA 
T G G G G C G G T G A 


C T T A 
C T T A 


CCA 
CCA 


T t G G C G T G C T 
CtGCCGTGCT 


C G T 
C G.T 


G T 
G T 


T G A C T T G 
T G A C T T G 






//O 


120 






130 




140 




150 


PGR 979/980 
AiGlol coding 


!G A T G 
G A T G 


A T A G A G 

A T A G A C 


T 7 C CT A kA C C 'T 
T T G G T. A A A G G -T 


TATA 
T AT A 


T G C C A A G A G C A 1 T 
T G C C A A G A .G C ^A' t T 


UCA^AGC AC-CAUAI 
G C AVA G C A C C A G A | 
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180 




190 




200 


PGR 979/980 
AtCloI coding 


G A G A 
C A G A 


G A AC A G 
G A iA C A'C 


G G G T A C G G A A C 
G C G t A C G G 'a a G 


T G G A 
T G G. A 


G G G G A T A A G A ATT A G G G A C I; T A G T .G 1 
G G C G A t A A G Av-A T t A C G' G A G t' t 'A^G % G | 
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220 






230 




240 




250 


PGR 979/980 
AtClol coding 


T T G T 
T T G T 


TTTTTK C A 
T G A A G A 


GC A T G T.G TG C T 
G G A T.G T G T G G T 


T^rT-T 
T G T T 


C U ATA J C 
G G A TAT C 


G A T G A'T" 
GAT GAT 


-A A T 
A A T 


G G. C A IV G .A l\ Tl 
GG C A T C A'T t| 
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300 
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AtClol coding 


T A G G 
T A G C 


G T T G G G 
G t t G G G 


A G A C C T A C T^G T G G A C 
A G A G C.'T A G T C t G G A G 


T G G 
T G G 


G A AT 

,G A A .t 


G G T T G G 
G G t;,T G G 


T T T 
T T T 


C A 
C A 


AT A T G A T 1 
A T , A T G A T 1 






3iO 


320 






330 




340 




350 


PGR 979/980 
AtClol coding 


T G G G 
T G G G 


T C G C T T 
t c G C T- T 


A T A. A T A G C G -G G 
AT A A T A G C G G G 


T G T T 
T G T T 


A T C 
ATC 


A A C C; 
A A G C 


T G A C C C 
T G A C C C 


T T A 
T T A 


G,G 
G G. 


T A T G CCA 
T A T 6 C G A 
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AtCloI coding 


G y C T T C C. G G G G T„G G T T A C. G T TC AC C 
C T 'b' T t G G G G G G f G G T» f A C G' T T G A G G 


T .T T C T T C C G T A T A T. A C 
f T T G T^ T C C C- T A T A T A:G- 


A^ T A C A G A A G 
A T A - G A ;g a - A G I 
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AiClol coding 


AT A G 
A T A G 


AC. A -AG T C A A AG C A T G G A AG T G 
A C A AG T G A A A G C ;a T G G A A G T G 


AT T 
AT T 


G AAA 
G A A A 


A A G AT. A 
A A C A T A 


T G ,A G A 
T G AC A 


A T G A ;A G G 
A T G A A G G 




460 


470 






480 




490 




500 


PGR 979/980 
AtClol coding 


A, AG G T T T- A T G C C G G T G A A T C T 
A A G G f f f A T G C G G G T G A A T C t 


TGA G 

t G A G 


T T G A T A T 
T f G A T A T 


T T A G C A 

t t A G G A 


-TTAT- 

A A t 


AT G G G A A A A 
.A T G C G A A A A 
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AtClol coding 


G G T T 
6 C T T 


G C C A G A 
G C G A G A 


GAAG-T TGAGTC 
GAAGTTGAGTC 


T T G G 
T T G G 


A G A 
A G A 


A C T-A 
ACTA 


T G G G A G 
T-G G G A G 


A T G 
A T G 


A C 
A C 


A G A A G G A 
A G A A G G A 
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A A C G 
A A C G 


G T G A C G 
G T G A G G 


C T T G G G AG AT. T 
C T T G G G A G A T T 


T T T G 
T T T G 


G A T G G A T 
G A T G G A T 


C G C A G G C A A' 
CGC AGGGAA 


A A 
A A 


T A G A G T G 
T A G A G T G 
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G G G A C T G T T. G 
GGCACTGTTG 


T-X-r"T"T G C T A G C 

TACTTGCTAGC 


A A G G G, A T G A A. G A A G G G T. 
AAGGGA TGAAGA.AGGGT 


T TT 

T T T. 


T G 


TTK -AH A G| 

T G A A A A G 1 
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A A G G 
A A G C 


T A T T A G 
T A t T A G 


GCGGTGTTTCG 
CCGGTGTTTGG 


A T G G 
A T G G 


A A G 
A A G 


C T T G 
C T T G 


T T C G A G 
T T C G A G 


TAG 
T. A C 


T G 
T G 


T G C C AAA 
T G C C A A A 
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Nucleotide sequence of insert of pSBS2098 containing the phaseolin promoter-B Glucuronidase (GUS> 
phaseolin terminator sequence. The GUS sequence and its deduced amino acid sequence is indicated in 
uppercase. The phaseolin promoter corresponds to nucleotide 1-1547, and the phaseolin terminator corresponds 
to nucleotide sequence 3426-4646. The terminator was furnished with a a Kpnl site (nt 4647-4652) to facilitate 
cloning. 

EcoRI , 
1 Qaattc attQtactcccaatatcattatagtgaaaQttttqqctctctcgccggtggttttttacctctatttaaagggg 80 
81 ttttccacctaaaaattctggtatcattctcactttacttgttactttaatttctcataatctttggttgaaattatcac 160 
161 gcttccgcacacgatatccctacaaatttattatttgttaaacattttcaaaccgcataaaattttatgaagtcccgtct 240 
241 atctttaatgtagtctaacattttcatattgaaatatataatttacttaattttagcgttggtagaaagcataaagattt 320 
321 attcttattcttcttcatataaatgtttaatatacaatataaacaaattctttaccttaagaaggatttcccattttata 400 
401 ttttaaaaatatatttatcaaatatttttcaaccacgtaaatctcataataataagttgtttcaaaagtaataaaattta 480 
481 actccataatttttttattcgactgatcttaaagcaacacccagtgacacaactagccatttttttctttgaataaaaaa 560 
561 atccaattatcattgtattttttttatacaatgaaaatttcaccaaacaatcatttgtggtatttctgaagcaagtcatg 640 
641 ttatgcaaaattctataattcccatttgacactacggaagtaactgaagatctgcttttacatgcgagacacatcttcta 720 
721 aagtaattttaataatagttactatattcaagatttcatatatcaaatactcaatattacttctaaaaaattaattagat 800 
801 ataattaaaatattacttttttaattttaagtttaattgttgaatttgtgactattgatttattattctactatgtttaa 880 
881 attgttttatagatagtttaaagtaaatataagtaatgtagtagagtgttagagtgttaccctaaaccataaactataac 960 
961 atttatggtggactaattttcatatatttcttattgcttttaccttttcttggtatgtaagtccgtaactagaattacag 1040 
1041 tgggttgccatgacactctgtggtcttttggttcatagcatgggtcttgcgcaagaaaaagacaaagaacaaagaaaaaag 1120 
1121 acaaaacagagagacaaaacgcaatcacacaaccaactcaaattagtcactggctgatcaagatcgccgcgtccatgtat 1200 
1201 gtctaaatgccatgcaaagcaacacgtgcttaacatgcactttaaatggctcacccatctcaacccacacacaaacacat 1280 
1281 tgcctttttcttcatcatcaccacaaccacctgtatatattcattctcttccgccacctcaatttcttcacttcaacaca 1360 
1361 cgtcaacctgcatatgcgtgtcatcccatgcccaaatctccatgcatgttccaaccaccttctctcttatataataccta 1440 
1441 taaatacctctaatatcactcacttctttcatcatccatccatccagagtactactactctactactataataccccaac 1520 
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3395 TACAGCCTCGGTGGAATTCGATATCAAGCTTaaataagtatgaactaaaatgcatgtaggtgtaagagctcatggagagc 3474 

3475 atggaatattgtatccgaccatgtaacagtataataactgagctccatctcacttcttctatgaataaacaaaggatgtt 3 554 

3555 atgatatattaacactctatctatgcaccttattgttctatgataaatttcctcttattattataaatcatctgaatcgt 3634 

3635 gacggcttatggaatgcttcaaatagtacaaaaacaaatgtgtactataagactttctaaacaattctaactttagcatt 3714 

3715 gtgaacgagacataagtgttaagaagacataacaattataatggaagaagtttgtctccatttatatattatatattacc 3794 

3795 cacttatgtattatattaggatgttaaggagacataacaattataaagagagaagtttgtatccatttatatattatata 3 874 

3875 ctacccatttatatattatacttatccacttatttaatgtctttataaggtttgatccatgatatttctaatattttagt 3954 

3955 tgatatgtatatgaaagggtactatttgaactctcttactctgtataaaggttggatcatccttaaagtgggtctattta 4 034 

4035 attttattgcttcttacagataaaaaaaaaattatgagttggtttgataaaatattgaaggatttaaaataataataaat 4114 

4115 aataaataacatataatatatgtatataaatttattataatataacatttatctataaaaaagtaaatattgtcataaat 4194 



FIGURE 10 (cont'd) 



4195 ctatacaatcgtttagccttgctggacgactctcaattatttaaacgagagtaaacatatttgactttttggttatttaa 4274 

4275 caaattattatttaacactatatgaaattttttttttttatcggcaaggaaataaaattaaattaggagggacaatggtg 4354 

4355 tgtcccaatccttatacaaccaacttccacaggaaggtcaggtcggggacaacaaaaaaacaggcaagggaaatttttta 4434 

4435 atttgggttgtcttgtttgctgcataatttatgcagtaaaacactacacataacccttttagcagtagagcaatggttga 4514 

4515 ccgtgtgcttagcttcttttattttatttttttatcagcaaagaataaataaaataaaatgagacacttcagggatgttt 4 594 

4595 caacccttatacaaaaccccaaaaacaagtttcctagcaccctaccaactaaGGTACC 4652 



FIGURE 11 



Nucleotide sequence of the phaseolin promoter-oleosinGUS-phaseolin terminator 
sequence. The oleosinGUS co<ing sequence and its deduced aminoadd sequence is 
indicated. The phaseolin promoter corresponds to nucleotide 6-1554. The sequence 
encoding oleosin corresponds to nt 1555-2313, the intron in this sequence (nt 1908-2147) 
is indicated in italics. The GUS sequence corresponds to nt 2314-4191. The phaseolin 
terminator corresponds to nucleotide sequence 4192-5412. 

PstI EcoRI 

1 ctacaaQaattc attQtactcccaQtatcattatacrtgaaaqttttggctctctcgccggtggttttttacctctattta 80 
81 aaggggttttccacctaaaaattctggtatcattctcactttacttgttactttaatttctcataatctttggttgaaat 160 
161 tatcacgcttccgcacacgatatccctacaaatttattatttgttaaacattttcaaaccgcataaaattttatgaagtc 240 
241 ccgtctatctttaatgtagtctaacattttcatattgaaatatataatttacttaattttagcgttggtagaaagcataa 320 
321 tgatttattcttattcttcttcatataaatgtttaatatacaatataaacaaattctttaccttaagaaggatttcccat 400 
401 tttatattttaaaaatatatttatcaaatatttttcaaccacgtaaatctcataataataagttgtttcaaaagtaataa 480 
481 aatttaactccataatttttttattcgactgatcttaaagcaacacccagtgacacaactagccatttttttctttgaat 560 
561 aaaaaaatccaattatcattgtattttttttatacaatgaaaatttcaccaaacaatcatttgtggtatttctgaagcaa 64 0 
641 gtcatgttatgcaaaattctataattcccatttgacactacggaagtaactgaagatctgcttttacatgcgagacacat 720 
721 cttctaaagtaattttaataatagttactatattcaagatttcatatatcaaatactcaatattacttctaaaaaattaa 80 0 
801 ttagatataattaaaatattacttttttaattttaagtttaattgttgaatttgtgactattgatttattattctactat 880 
881 gtttaaattgttttatagatagtttaaagtaaatataagtaatgtagtagagtgttagagtgttaccctaaaccataaac 960 
961 tataagatttatggtggactaattttcatatatttcttattgcttttaccttttcttggtatgtaagtccgtaactggaa 1040 
1041 ttactgtgggttgccatggcactctgtggtcttttggttcatgcatggatgcttgcgcaagaaaaagacaaagaacaaag 112 0 
1121 aaaaaagacaaaacagagagacaaaacgcaatcacacaaccaactcaaattagtcactggctgatcaagatcgccgcgtc 1200 
1201 catgtatgtctaaatgccatgcaaagcaacacgtgcttaacatgcactttaaatggctcacccatctcaacccacacaca 1280 
1281 aacacattgcctttttcttcatcatcaccacaaccacctgtatatattcattctcttccgccacctcaatttcttcactt 13 60 
. 1361 caacacacgtcaacctgcatatgcgtgtcatcccatgcccaaatctccatgcatgttccaaccaccttctctcttatata 1440 
1441 atacctataaatacctctaatatcactcacttctttcatcatccatccatccagagtactactactctactactataata 1520 
1521 ccccaacccaactcatattcaatactactctact ATG GCG GAT ACA GCT AGA GGA ACC CAT CAC GAT 1587 

1 MADTARGTHHDll 
1588 ATC ATC GGC AGA GAC CAG TAG CCG ATG ATG GGC CGA GAC CGA GAC CAG TAG GAG ATG TCC 1647 

12lIGRDQYPMMGRDRDQyQMS'31 
1648 GGA CGA GGA TCT GAC TAG TCC AAG TCT AGG CAG ATT GCT AAA GCT GCA ACT GCT GTC ACA 1707 

32GRGSDYS KSRQIAKAATAVT 51 
1708 GCT GGT GGT TCC CTC CTT GTT CTC TCC AGC CTT ACC CTT GTT GGA ACT GTC ATA GCT TTG 1767 

52AGGSLLVLSSLTLVGTVIAL 71 
1768 ACT GTT GCA ACA CCT CTG CTC GTT ATC TTC AGC CCA ATC CTT GTC CCG GCT CTC ATC ACA 1827 

72TVATPLLVIFSPILVPALIT 91 
1828 GTT GCA CTC CTC ATC ACC GGT TTT CTT TCC TCT GGA GGG TTT GGC ATT GCC GCT ATA ACC 1887 

92VALLITGFLSSGGFGIAAIT 111 
1888 GTT TTC TCT TGG ATT TAC AA gtaagcacacaCttatcatcttacttcataattttgtgcaatatgtgcatgcet 1960 

112 V F S W I Y K 118 
1961 tgtgttgagccagtagctttggatcaatttttttggtcgaataacaaatgtaacaataagaaattgcaaattctagggaa 204 0 
2041 cattcggttaactaaatacgaaatttgacctagctagcttgaatgtgtctgtgtatatcatctatataggtaaaatgctt 2120 
2121 ggtatgatacctattgattgtgaacag G TAC GCA ACG GGA GAG CAC CCA CAG GGA TCA GAC AAG 2184 
119 YATGEHPQGSDK 130 
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4177 TTCGATATCAAGCTTaaataagtatgaactaaaatgcatgtaggtgtaagagctcatggagagcatggaatattgtatcc 4256 

4257 gaccatgtaacagtataataactgagctccatctcacttcttctatgaataaacaaaggatgttatgatatattaacact 4336 

4337 ctatctatgcaccttattgttctatgataaatttcctcttattattataaatcatctgaatcgtgacggcttatggaatg 4416 

4417 cttcaaatagtacaaaaacaaatgtgtactataagactttctaaacaattctaactttagcattgtgaacgagacataag 4496 

4497 tgttaagaagacataacaattataatggaagaagtttgtctccatttatatattatatattacccacttatgtattatat 4576 

4577 taggatgttaaggagacataacaattataaagagagaagtttgtatccatttatatattatatactacccatttatatat 4656 

4657 tatacttatccacttatttaatgtctttataaggtttgatccatgatatttctaatattttagttgatatgtatatgaaa 4736 

4737 gggtactatttgaactctcttactctgtataaaggttggatcatccttaaagtgggtctatttaattttattgcttctta 4816 

4 817 cagataaaaaaaaaattatgagttggtttgataaaatattgaaggatttaaaataataataaataataaataacatataa 4896 

4 897 tatatgtatataaatttattataatataacatttatctataaaaaagtaaatattgtcataaatctatacaatcgtttag 4976 

4977 ccttgctggacgactctcaattatttaaacgagagtaaacatatttgactttttggttatttaacaaattattatttaac 5056 

5057 actatatgaaattttttttttttatcggcaaggaaataaaattaaattaggagggacaatggtgtgtcccaatccttata 5136 

5137 caaccaacttccacaggaaggtcaggtcggggacaacaaaaaaacaggcaagggaaattttttaatttgggttgtcttgt 5216 

5217 ttgctgcataatttatgcagtaaaacactacacataacccttttagcagtagagcaatggttgaccgtgtgcttagcttc 5296 

5297 ttttattttatttttttatcagcaaagaataaataaaataaaatgagacacttcagggatgtttcaacccttatacaaaa 5376 

5377 ccccaaaaacaagtttcctagcaccctaccaactaaS^lX^CC 5418 

Kpnl 



FIGURE 12 



Nucleotide sequence of the phaseolin promoter-caleosinGUS-phaseolin terminator 
sequence. The caleosinGUS coding sequence and its deduced aminoadd sequence is 
indicated. The phaseolin promoter corresponds to nucleotide 1-1545. The sequence 
encoding caleosin corresponds to nt 154,8-2282, the Ncol restriction, which was used for 
the in-frame cloning and which separates the caleosin and GUS sequence (nt 2284- 
2289) is underlined. The GUS sequence corresponds to nt 2286-4163. The phaseolin 
terminator corresponds to nucleotide sequence 4164-5384. 

1 GAATTCattgtactcccagtatcattatagtgaaagttttggctctctcgccggtggttttttacctctatttaaagggg 80 

81 ttttccacctaaaaattctggtatcattctcactttacttgttactttaatttctcataatctttggttgaaattatcac 160 

161 gcttccgcacacgatatccctacaaatttattatttgttaaacattttcaaaccgcataaaattttatgaagtcccgtct 240 

241 atctttaatgtagtctaacattttcatattgaaatatataatttacttaattttagcgttggtagaaagcataaagattt 320 

321 attcttattcttcttcatataaatgtttaatatacaatataaacaaattctttaccttaagaaggatttcccattttata 400 

401 ttttaaaaatatatttatcaaatatttttcaaccacgtaaatctcataataataagttgtttcaaaagtaataaaattta 480 

481 actccataatttttttattcgactgatcttaaagcaacacccagtgacacaactagccatttttttctttgaataaaaaa 560 

561 atccaattatcattgtattttttttatacaatgaaaatttcaccaaacaatcatttgtggtatttctgaagcaagtcatg 640 

641 ttatgcaaaattctataattcccatttgacactacggaagtaactgaagatctgcttttacatgcgagacacatcttcta 720 

721 aagtaattttaataatagttactatattcaagatttcatatatcaaatactcaatattacttctaaaaaattaattagat 800 

801 ataattaaaatattacttttttaattttaagtttaattgttgaatttgtgactattgatttattattctactatgtttaa 880 

881 attgttttatagatagtttaaagtaaatataagtaatgtagtagagtgttagagtgttaccctaaaccataaactataac 9'60 

961 atttatggtggactaattttcatatatttcttattgcttttaccttttcttggtatgtaagtccgtaactagaattacag 1040 

1041 tgggttgccatgacactctgtggtcttttggttcatgcatgggtcttgcgcaagaaaaagacaaagaacaaagaaaaaag 1120 

1121 acaaaacagagagacaaaacgcaatcacacaaccaactcaaattagtcactggctgatcaagatcgccgcgtccatgtat 1200 

1201 gtctaaatgccatgcaaagcaacacgtgcttaacatgcactttaaatggctcacccatctcaacccacacacaaacacat 1280 

1281 tgcctttttcttcatcatcaccacaaccacctgtatatattcattctcttccgccacctcaatttcttcacttcaacaca 1360 

13 61 cgtcaacctgcatatgcgtgtcatcccatgcccaaatctccatgcatgttccaaccaccttctctcttatataataccta 1440 

1441 taaatacctctaatatcactcacttctttcatcatccatccatccagagtactactactctactactataataccccaac 1520 
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4109 CTCTCCTGGCGCACCATCGTCGGCTACAGCCTCGGTGGAATTCGATATCAAGCTTaaataagtatgaactaaaatgcatg 4188 

4189 taggtgtaagagctcatggagagcatggaatattgtatccgaccatgtaacagtataataactgagctccatctcacttc 4268 

42 69 ttctatgaataaacaaaggatgttatgatatattaacactctatctatgcaccttattgttctatgataaatttcctctt 4348 

4349 attattataaatcatctgaatcgtgacggcttatggaatgcttcaaatagtacaaaaacaaatgtgtactataagacttt 4428 

4429 ctaaacaattctaactttagcattgtgaacgagacataagtgttaagaagacataacaattataatggaagaagtttgtc 4 508 

4509 tccatttatatattatatattacccacttatgtattatattaggatgttaaggagacataacaattataaagagagaagt 4588 

4589 ttgtatccatttatatattatatactacccatttatatattatacttatccacttatttaatgtctttataaggtttgat 4668 

4669 ccatgatatttctaatattttagttgatatgtatatgaaagggtactatttgaactctcttactctgtataaaggttgga 4748 

4749 tcatccttaaagtgggtctatttaattttattgcttcttacagataaaaaaaaaattatgagttggtttgataaaatatt 4828 

4829 gaaggatttaaaataataataaataataaataacatataatatatgtatataaatttattataatataacatttatctat 4908 

4909 aaaaaagtaaatattgtcataaatctatacaatcgtttagccttgctggacgactctcaattatttaaacgagagtaaac 4 988 

4989 atatttgactttttggttatttaacaaattattatttaacactatatgaaattttttttttttatcggcaaggaaataaa 5068 

5069 attaaattaggagggacaatggtgtgtcccaatccttatacaaccaacttccacaggaaggtcaggtcggggacaacaaa 5148 

5149 aaaacaggcaagggaaattttttaatttgggttgtcttgtttgctgcataatttatgcagtaaaacactacacataaccc 5228 

5229 ttttagcagtagagcaatggttgaccgtgtgcttagcttcttttattttatttttttatcagcaaagaataaataaaata 5308 

5309 aaatgagacacttcagggatgtttcaacccttatacaaaaccccaaaaacaagtttcctagcaccctaccaactaaGGTA 5388 

5389 CC ' 5390 



FIGURE 13 



Histochemical staining of P-GIucuronidase (GUS) activity in flax embryos bombarded with 
vectors pBluescriptIIKS+ (negative control), pSBS2098 (GUS) pSBS2037 (oleosinGUS), and 
pSBS2601 (caleosinGUS). 




